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Interferon Figures 

Protein sequences of interferon alphas to be shuffled 

1. Consensus CDI*PQTHSLGNRRALI LLAQMGRI S P F S C I. 

* * * * **** * * * 

XO 20 30 

2. alpha I 

3 . alpha C ----- n"*[]"-.. 

4. alpha H -N-S-----N „I.-h---- 

5. alpha 4B T ... 

6. al?ha 6 H - - T M M R * " I I _ 

7. alpha 7 -~-------R-------------- ... 

8. alpha 8 . e . _ . 

9. alpha D E D T - M S S 

10. alpha F ---------------------- ....... 

XX. alpha I ------------------------- 

12. alpha WA ------------------------- 



X. Consensus KDRHDFGFPQEEFDGNQFQKAQAISVLHBM 
* * * * * * * * * * * 
40 50 60 

2. alpha I ------- L """"''""""'"I"IZ^IIIIZ 

3. alpha C ---P---L--- 1 ~ 

4. alpha H B ~~; ~ ~ » - - - - T - - - - 

5. alpha 4B E T v 

6. alpha 6 ~~~~~~ r ""I"""~~~~"~t- -------- 

7. alpha 7 E-R--B - H x 

8. alpha 8 E l Z Z Z L 

9. alpha D •*---------""""""""""Zr.------- 

X0. alpha F --------------------- ..„.-- 

XX. alpha I ---P---L---- ~"~" ~---af--- 

12. alpha WA Y V 



1 . Consensus 



IOQTFHI.PSTKDSSAAWBQSLI.BKPSTBI.Y 
* * * * * ***** ***** * 



2. alpha X 



70 80 90 

...-V--DBR--n-I*Y---- 



alpha H 

5. alpha 4B 

6. alpha 6----------- _ • _ - - 

I XSK a ::::::::::-::"-bDBT:-DB-Yi--D 

5" £ T --T DBD--D--C 

9. alpha D I T Z - N 

10. alpha F — — — — — — — — — — — — — — — * ..... 

11. alpha I E IIIdbt--D--YI--F 

X2. alpha WA U 

x. Consensus 

2. alpha X 



QQI.HDI.BACVI0BVOVBBTPI.MMBDSII.AV 
* ** * * * *** *** * * * 

X00 110 120 
„^ H Q M * " * 

3. alpha C ---- N -"""""**""" M "**II.IIIIIII. 

4. alpha H "" m """"""""IIIIIIIII---v------ 

I.-.-----M---W-GG------------ 

I I I I I I S - - M I - S Y - - 

..-------M--ER-G------A ------- 

X0. alpha F -----M-----------""~""" 

XX. alpha I - - - - N ~~~ ~~ta~~~ 

12. alpha WA - - " T - - i a - - - - 



5. alpha 4B 

6. alpha 6 

7. alpha 7 

8. alpha 8 

9. alpha D 



Figure 2A 
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1. Consensus RKYFQRITLYLTEKKYSPCAWEVVRAEIMR 

* * * * * 

130 140 150 

2. alpha I 

3 . alpha C 

4. alpha H k---------- m "- """""""III., 

5. alpha 4B - - - - "IIIII----- 

6. alpha 6 _ 

7. alpha 7 ------ M 

8. alpha 8 - - - - - - s ... 

9. alpha D K - - - R 

10. alpha F K --"""*""""""""""""*IIIIIII-.- 

11. alpha I 

12. alpha WA ------ mG-------------- - 



1. Consensus SI*SFSTNIiQKRI»RRKD 

* + ****** * * 
160 

2. alpha I ---------------- 

3. alpha C ----------I----- 

4. alpha H ---------------- 

5. alpha 4B ---------------- 

6. alpha 6 -F-S-R---E-----E 

7. alpha 7 -F------K-G----- 

8. alpha 8 -F-L-I-- KS "® 

9. alpha D ---L-----E-----B 

10. alpha F -F-L-KIF-B B 

11. alpha I ----------I----- 

12. alpha WA - F G 
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Figure 2B 
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DNA sequences of interferon alphas to be shuffled 

1 .Consensus TGTGATCTGCCTCAGACCCACAGCCTGGGT 

10 20 30 



2. alpha I 

3. alpha C 

4. alpha H 

5. alpha 4B 

6. alpha 6 

7. alpha 7 

8. alpha 8 

9. alpha D 

10. alpha F 

11. alpha X 

12. alpha WA 



A A 

C - 



A 



1. Consensus aataggagggccttgatactcctggcacaa 

40 50 60 

2 . alpha X ------------------------------ 

3. alpha C ------------------------------ 

4. alpha H --C------A-T-----G---A 

5. alpha 4B ------------------------------ 

6. alpha 6 C-C------A--A----G------- 

7. alpha 7 ------------------------------ 

8. alpha 8 --c------------------~~~~~ 

9. alpha D --C------A-------G------------ 

10. alpha F ------------------------------ 

11. alpha I ------------------------------ 

12. alpha WA ------------------------- 



l . Consensus 



ATGGGAAGAATCTCTCCTTTCTCCTGCCTG 
70 80 90 



2. alpha I ---------------------------- 

3. alpha C ---------------------------- 

4. alpha H ---A-G----------------~"-~2~ 

5. alpha 4B ----------------A--------- - 

6. alpha 6 ---A-G----------T---------*- 

7. alpha 7 --------------------------- x 

8. alpha 8 _--c--------------- 

9. alpha D ---A-C-------------C------T- 

10. alpha F ---------------------------- 

11. alpha I ----------- ----------- 

12. alpha WA ----------------A----------- 



1. Consensus 



AAGGACAGACATGACTTTGGATTTCCCCAG 



100 110 120 

2. alpha X ---------------------C 

3. alpha C ----------C----------C 

4. alpha H -------------------A-- 

5. alpha 4B --------------T--C---- 

6. alpha 6 -----------------CA--- 

7. alpha 7 --------------A--CA--- 

8. alpha 8 -------------------A---C 

9. alpha D -t-------------------- 

10. alpha F ---------------------- 

11. alpha I ----------C----------C-- 

12. alpha WA ---------T----T--C-----C 



C - - - G 
C - - A G 



C 



Figure 2C 
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1 . Consensus 



GAGGAGTTTGA.TGGCAACCAGTTCCAGAAG 
130 140 150 



2. alpha I --------------- 

3 . alpha C --------------- 

4. alpha H -----a--------- 

5. alpha 4B --------------- 

6. alpha 6 --------------- 

7 . alpha 7 --------------- 

8. alpha 8 --------AT 



9. alpha D 

10. alpha F 

11. alpha I 

12. alpha WA 



1. Consensus GCTCAAGCCATCTCTGTCCTCCATGAGATG 

160 170 180 



2. alpha X 

3. alpha C 

4. alpha H 

5. alpha 4B 

6. alpha 6 

7. alpha 7 

8. alpha 8 

9. alpha D 

10. alpha F 

11. alpha I 

12. alpha WA 



A 
A 



A 
A 



G 



1. Consensus 



alpha X 
alpha C 
alpha H 
alpha 4B 
alpha 6 
alpha 7 
alpha 8 
alpha D 

10. alpha F 

11. alpha I 

12. alpha WA 



ATCCAGCAGACCTTCAATCTCTTCAGCACA 
190 200 210 



G 
T 



T C - 



1. consensus AAGGACTCATCTGCTGCTTGGGATGAGAGC 

220 230 240 
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alpha 


C 


G 


4 . 
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Figure 2D 
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1 .Consensus CTCCTAGAAAAATTTTCCACTGAACTTTAC 

250 260 270 



2 . alpha I ---------------------------- 

3 . alpha C ---------------------------- 

4. alpha H --------------C-A--T-------- 

5. alpha 4B ---------------------------- 

6. alpha 6 --T-----C---C-C-AT---------- 

7. alpha 7 ---------------------------- 

8. alpha 8 --T T G C-A--TC - G 

9. alpha D C C-G---C-----C- 

10. alpha F ---------------------------^ 

11. alpha I - " ~ 

12. alpha WA --------C-----C-A--T------- 



T - 



1 . Consensus 



CAGCAACTGAATGACCTGGAAGCCTGTGTG 
280 290 300 



2. alpha I ------------A--------- 

3 . alpha C ------------A--------- 

4. alpha H ------A--------------- 

5. alpha 4B ---------------------- 

6. alpha 6 -----g---------------- 

7. alpha 7 " " 

8. alpha 8 -----G- ---GT 

9. alpha D -----G---------T------ 

10. alpha F -----G---------A------ 

11. alpha I ------------A--------- 

12. alpha WA -----------------A---- 



A 
A 



A 
A 



1 . Consensus 



ATACAGGAGGTTGGGGTGGAAGAGACTCCC 
310 320 330 



2. alpha I ---G--------- 

3 . alpha C ------------- 

4. alpha H ------- ---- 

5 . alpha 4B ------------- 

6. alpha 6 --G--------GT 



7. alpha 7 

8. alpha 8 - - G 



A T - - - - T 



9. alpha D --G AGA------G---A 

10. alpha F ------------------------ 

11. alpha I ---------------A-------- 

12. alpha WA - c- -- -- -- -- -- -- -- ~~-~~~~" 



1. Consensus CTGATGAATGAGGACTCCATCCTGGCTGTG 

340 350 360 

2. alpha I ------------------------------ 

3. alpha C ------------------------------ 

4 . alpha H ------ ---------------- 

5. alpha 4B - -- -- -- -- -T " II 

6. alpha 6 ------------------------------ 

7. alpha 7 

8. alpha 8 ----------------T------------- 

9. alpha D ------T-C-C--------~--~----___ 

10. alpha F ----- T .---*-----i 

11. alpha I ----"""""""""""""""""II... 

12. alpha WA ----------------------------- 



Figure 2E 
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1. Consensus AGGAAATACTTCCAAAGAATCACTCTTTAT 

370 380 390 

2 . alpha I -"~~""~~"""""~~""""~" "~IIII__ 

3 . alpha C "-"""~"""""""~"~~"~"~""~IIIII_ 

4. alpha H ~ A ~~~""""""""""""""~""IIIIIII- 

5. alpha 4B " [ ] ] ] r - - C 

6 . alpha 6 "" A "~~""""~""""""~"~"IIIII„II- 

7 . alpha 7 """"""""""""""" """""1111*1-- 

8. alpha 8 --------------------""-"'" " 

9* alpha D -a----- " A """111.11- 

10. alpha F ~ A ~"""~"""~~~~~"~"~""~IIIIIII. 

XI. alpha I ----------------------""""""" 

12. alpha WA -----------T-------------""""~ 

1. Consensus CTGACAGAGAAGAAATACAGCCCTTGTGCC 

400 410 420 

2- alpha I "~ A ~~""""""""""""~"""" "~"IIII 

3 • alpha C --a----------""""""""""""""""" 

4. alpha H ----TG--- ~ ~ ~ ~ Z I I I 

5. alpha 4B -- A -"~~"""""""~~""~""~"IIIII__ 
6 • alpha 6 -----------A--G-------------- 

7. alpha 7 --A-TG I-------- 

8. alpha 8 ---------------------T """"^11- 

9. alpha D -""~~""""""""""~"""""""~III_-t 

10. alpha F --""""""""""~~~""~"~~""~"III__ 
XI. alpha I --a---------------""""""""" 

12. alpha WA ----TG--------- 

1. Consensus TGGGAGGTTGTCAGAGCAGAAATCATGAGA 

430 440 450 

2. alpha I """"""""""""""""""""" IIIIIIII 

3. alpha C -"-"""""""""""""""""""""""I... 

4. alpha H ------~~"~~"""~"""""~""~"~II__ 

5. alpha 4B ------*~"""""""""""""""""II_„_ 

6. alpha 6 """""""""""""""""""" "IIIIIII- 

7. alpha 7 "~""~""""""~""~~"~"" ""IIIII,- 

8. alpha 8 """""""""""""""""""""""111111. 

9. alpha D -"-"~~~"""""""~~~""~~""~III___ 

10. alpha F --"""""""""""""""""""""""".._- 

11. alpha I ------- - 

12. alpha WA --------------- 



1. Consensus TCCTTCTCTTTTTCAACAAACTTGCAAAAA 

460 470 480 

2. alpha I - - - C """II 

3. alpha C - - T C " " _ _ _ 

4. alpha H - - - C 



5. alpha 4B---C----G 

6. alpha 6 ----------CA----G ' ' I ' 

7. alpha 7 ------------- - - a 



8. alpha 8 A T ^IIIIIIIIIg 

9. alpha D C £""""* t t -T G 

10. alpha F ..---------A----A- 

11. alpha I --TC ----------- ""... 

12. alpha WA ----------------------- 



Figure 2F 
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1. Consensus AGATTAAGGAGGAAGGATTGA 

490 500 

2 . alpha I --------------------- 

3 . alpha C 

4. alpha H --------------------- 

5. alpha 4B --------------------- 

6. alpha 6 --G--- 0----A-A- 

7. alpha 7 g------------------"~ 

8. alpha 8 -----G-A---T-----A--- 

9. alpha D -----------------A-A- 

10. alpha F -----------------A--- 

11. alpha I ---- 

12. alpha WA G-------A 
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Figure 2G 
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